The Nucleic Acids Research Molecular Biology Database Collection is a public online resource that lists the databases described in this and previous issues of Nucleic Acids Research together with other databases of value to the biologist and available throughout the world. All databases included in this Collection are freely available to the public. The 2005 update includes 719 databases, 171 more than the 2004 one. The databases are organized in a hierarchical classification that simplifies the process of finding the right database for any given task. The growing number of databases related to immunology, plant and organelle research have been accommodated by separating them into three new categories. The database summaries provide brief descriptions of the databases, contact details, appropriate references and acknowledgements. The online summaries also serve as a venue for the maintainers of each database to introduce database updates and other improvements in the scope and tools. These updates are particularly important for those databases that have not been described in print in the recent past. The database list and summaries are available online at the Nucleic Acids Research web site, http://nar. oupjournals.org/.
In its 12th annual database issue, Nucleic Acids Research presents 135 new and recently updated molecular biology databases. The current release of the Nucleic Acids Research online Molecular Biology Database Collection (Table 1) includes 719 databases, an increase of 171 over last year (1) . The database geography also continues to expand. This year we have the first databases from Brazil, Cuba, Estonia, Greece, Hungary (2, 3) , Malaysia, Taiwan (4, 5) and Turkey.
The database authors have again shown remarkable creativity in naming their databases: last year's ORFanage [the database of orphan ORFs (6)] has been joined by H-ANGEL [Human ANatomic Gene Expression Library (7)], PROPHECY [PROfiling of PHEnotypic Characteristics in Yeast (8) ], PANDIT [Protein and Associated Nucleotide Domains with Inferred Trees (9) ], SIEGE [Smoking-Induced Epithelial Gene Expression (10) ] and other aptly named databases. The database list is divided into 14 major categories, 3 more than last year. One of them, the category for immunology-related databases, was created in response to the rapid growth in databases dedicated to immuno-polymorphisms, certainly an offshoot of the Human Genome Project. The proliferation of plant-related databases, sparked by the completion of the first two plant genomes (Arabidopsis thaliana and Oryza sativa) and steady progress in sequencing other plants, prompted elevation of their status from a subcategory to a separate category. One more category, organelle databases, was created to provide a single home for the databases on chloroplasts and mitochondria from various sources. As always, we hope that these database listings, organized into a hierarchical structure, will help introduce the community of biologists to the enormous body of data accumulated by their colleagues and simplify the process of finding the appropriate database for each particular task.
Certainly, this listing is far from exhaustive. To be included, databases had to be publicly available to any user and allow direct browsing of the data without downloading any special software that might interfere with institutional firewalls. This means leaving out several potentially interesting database projects.
Of the 548 databases featured in last year's compilation, 17 have been dropped from the list because they have been discontinued, merged into larger ones or, like the well-known Kabat database, converted to commercial access. The previous year saw a loss of 13 databases from a total of 386 in the 2003 release. These numbers and the history of Swiss-Prot (http:// www.expasy.org/announce/) and the GDB Human Genome Database (http://www.gdb.org/gdb/aboutGDB.html) show that the databases that offer useful content usually manage *Tel: +1 301 435 5910; Fax: +1 301 435 7794; Email: galperin@ncbi.nlm.nih.gov
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